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Figure S3. Difference in disorder propensity contributed by differences in amino acid frequency in the linkers in
the three kingdoms. The differences in propensities are calculated by multiplying the TOP-IDP propensity score
with the difference in frequency between eukaryotes and one of the prokaryotes. Error bars represent the standard
error for each amino acid. The amino acids are sorted according to their disorder propensity in the TOP-IDP scale.
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